. A. The plot shows analysis of CCLE RNA seq data for the mRNA expression of HIRA in cancer cells of different lineages. The CML lineage in CCLE is composed of 15 cell lines originated from the hematopoietic and lymphoid tissue with the median of 3.972 and the maximum value of 5.273 in K562 cells. The circles represent cell lines that are outliers to the corresponding lineages. The analysis was performed using the CCLE algorithm (https://portals.broadinstitute.org/ccle/page?gene=HIRA). Supplementary Tables: Table S1 : Primers for qRT-PCR analysis Human specific primer has been indicated by h; mouse specific primers has been indicated by
